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Target
Forward (5ʹ-3ʹ) Reverse (5ʹ-3ʹ)
Saa1 acaccaggatgaagctactcacca cccttggaaagcctcgtgaacaaa
Saa2 agctggctggaaagatggagacaa tgtcctctgccgaagaattcctga
Saa3 atgccagagaggctgttcagaagt tatcttttaggcaggccagcaggt
Cd14 ttcagaatctaccgaccatggagc caattgaaagcgctggaccaa PCR quantification of bacterial burden and relative phyla abundance normalized to 32 eubacteria using phyla-specific primers upon cecal microbial DNA from Ahr -/+ (blue) and 33
Il17a cagactacctcaaccgttccac tccagctttccctccgcattga
Lcn2 atttcccagagtgaactggc aatgtcacctccatcctggt
Rpl13a ttcggctgaagcctaccagaaagt gcatcttggcctttttccgtt
16S Eubacteria actcctacgggaggcagcag attaccgcggctgctgg
16S Firmicutes gcagtagggaatcttccg attaccgcggctgctgg
16S Bacteroidetes gtactgagacacggacca attaccgcggctgctgg
16S SFB
Ahr
-/-(red) mice. (b) Real time PCR quantification of bacterial burden and relative phyla 34 abundance normalized to eukaryotic Rpl13a using phyla-specific primers upon cDNA 35 generated from total RNA isolated from intact cecal tissue (ceca and luminal contents) 36 
